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Abstract 
The aim of this study was to determine a possibility subspecies of Edwardsiella tarda based on 
moleculer study. E. tarda isolated from tilapia and polluted water based on PCR with hemolysin 
gene application. Isolates E. tarda were taken from Tilapia (Yogyakarta), catfish (Semarang and 
Jambi), Tortoise imports (Brazil), goldfish (Pontianak). Atypical isolates of E. tarda (ATCC) 
were imported from Singapore used comparison with 4 isolates of E. tarda from Indonesia. All 
isolates of E. tarda would be extracted, amplified the SSU rRNA-16S and sequenced. Multiple 
sequence allignment used by CLUSTAL W version 1.8. Neighbour-joining method and 
maximum parsimony method to analyze phylogenetic tree. The result showed that three isolates 
of E. tarda from Pontianak, Jambi, Yogyakarta was same strain originating from fish, whereas 
the isolates of E. tarda from turtle was same strain with ATCC isolates from human origin. 
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Abstrak 
Penelitian ini bertujuan mengetahui adanya kemungkinan subspecies Edwardsiella tarda secara 
molekuler. Edwardsiella tarda dapat diisolasi dari ikan Tilapia dan air yang tercemar dan 
diidentifikasi secara PCR dengan amplifikasi gen hemolysin. Isolat E. tarda diperoleh dari ikan 
nila (Yogyakarta), lele (Semarang dan Jambi), kura-kura impor (Brazilia), ikan mas 
(Pontianak). Isolat atipikal E. tarda (ATCC) dari Singapura digunakan sebagai pembading 4 
isolat E. tarda dari Indonesia. Semua isolat E. tarda diekstraksi, diamplifikasi rRNA pada SSU 
16S dan disequencing. Hasil sekuensing allignment menggunakan program CLUSTAL W versi 
1.8. Selanjutnya dianalisis dengan metode neighbour-joining dan metode maximum parsimony  
untuk menghasilkan pohon phylogenetik (Saitou dan Nei, 1987). Phylogenetic tree menunjukkan 
bahwa 3 isolat E. tarda dari ikan merupakan strain yang sama dibanding E. tarda dari kura-
kura Brazil dan isolat ATCC yang berasal dari manusia. 
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